FACS sorting
Tumors were isolated as described previously 1 . Subcutaneous tumors were removed from the mice, and a fraction of the tumor was cut into pieces and incubated in buffer containing
Collagenase IV (Sigma Aldrich) for 30 min at 37ºC. Samples were further homogenized using an 
Plasma cholesterol measurement
Plasma was obtained from the extracted blood by centrifugation (1650 g, 20 min) at 4°C and stored at -20°C until assayed. Plasma total cholesterol was determined spectrophotometrically using a commercial kit (HORIBA ABX, Montpellier, France).
Metabolomic studies
Lipid extraction method samples was assessed by calculating the relative standard deviation of these features on pooled samples (CV QC ), following 3 . We normalized peak intensities to dry weight of cells to account for cell number differences between plates. Next, the intensities of the mzRT features in sh LIPG and sh control samples were compared using Welch's t-test in both MCF7 and MDA-231 cell lines and in media. Differentially regulated lipids (p value<0.05 and fold>1.5) were retained for further tandem MS characterization. Lipid structures were identified by matching tandem MS spectra against reference standards in LIPIDMAPS 4 and/or LipidBlast 5 databases.
Protein Structure Modeling
The structure of the N-terminal domain of human endothelial lipase precursor (residues 47 to 346 in uniprot Q9Y5X9) was modeled with the web tools provided by SWISS-MODEL (swissmodel.expasy.org) by using the structure of pancreatic lipase-related protein 1 as a template (pdb code 2ppl), with which it shares 38% sequence identity. With the exception of the lid region and the loops connecting secondary structure elements, which are expected to present substantial
